D engue virus (DENV) is a fl avivirus transmitted
by Aedes spp. mosquitoes. There are 4 distinct DENV serotypes (DENV-1-4). Infection with a single serotype leads to long-term protective immunity against the homologous serotype but not against other serotypes (1) . Globally, dengue is an emerging disease that causes an estimated 50-100 million infections, 500,000 dengue hemorrhagic fever (DHF) cases, and 22,000 deaths annually (2, 3) .
Epidemiologic and other studies indicate that risk factors for severe dengue include secondary infection with a heterologous serotype, the strain of infecting virus, and age and genetic background of the host. Studies are under way to further explore the role of these factors in severe disease (1, 4) .
In Sri Lanka, serologically confi rmed dengue was fi rst reported in 1962 (5), but although all 4 virus serotypes were present and there were cases of DHF, only since 1989 has DHF been considered endemic to Sri Lanka (5 of dengue virus, and serotyped as described (7) . Samples processed at Duke-National University of Singapore underwent whole-genome sequencing as described (9 (7) and representative DENV-1 sequences for the 4 genotypes, we constructed a phylogenetic tree by using MEGA5 software (10) (Figure ; Table) . The 4 DENV serotypes found in Sri Lanka have been classifi ed into genotypes according to the nomenclature described by Rico-Hesse ( 
Conclusions
A feature of the epidemiology of dengue in Sri Lanka was the lack of DHF in the early 1980s and the increase in the number of severe dengue cases since 1989, more so after 2000. This fi nding was observed despite seroprevalence rates remaining largely the same over time as reported in a previous study (12) and in the current PDVI study (13) .
Previous epidemics (1989 and 2002-2004 ) showed a correlation with evolution of DENV-3 genotype III in Sri Lanka, where emergence of new clades of DENV-3 genotype 3 showed a correlation with large increases in the number of reported cases and the geographic range of the virus (7, 8) . A similar observation was reported for Puerto Rico by Bennett et al., who compared data for DEN2 and DEN4 over 20 years and found that dominant clades were replaced by viral subpopulations existing within the population (14) 
